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LETTER TO THE  EDITOR
Genetic diversity estimation in Apis mellifera L. in a queen bee breeding center
of Mayabeque Province
Estimación de la diversidad genética en Apis mellifera L. en el centro de crianza de abejas reinas
de la provincia Mayabeque
Dear Editor:
The biogeographic variability of the bee Apis mellifera L. is due to a long evolution process of the species in
response to the environmental conditions in its places of origin.  This process led to morphological, physiological
and behavioral variations which allowed the species to divide into 26 races or subspecies.
Cuban bee was originated by free crossing of the Western European black bee (Apis mellifera mellifera) with
the Italian yellow bee (Apis mellifera ligustica) and, in a much lesser degree, with some Caucasian bee queens
(Apis mellifera caucasica) from Russia. To our knowledge, only limited morphological and behavioral characterization
studies have been conducted on the creole bee, but these studies have not been supported by genetic analyses.
 RAPD markers have proven to be useful for studying population genetics, providing an efficient test for the
detection of genetic polymorphism so, in order to estimate the genetic diversity of populations of honey bees in the
Queen Bee Breeding Center of Mayabeque Province, RAPD tests were conducted with 10 primers (OPA and OPB
series). Five of these primers generated a large number of characteristic bands between genotypes from different
populations and even between genotypes from the same population. These preliminary results showed that genetic
polymorphism in the creole honey bee populations could be determined by using RAPD markers, which will
provide valuable information for future management and conservation purposes.
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